Positioning Europe for the EPITRANSCRIPTOMICS challenge by Jantsch, Michael F et al.
u n i ve r s i t y  o f  co pe n h ag e n  
Københavns Universitet
Positioning Europe for the EPITRANSCRIPTOMICS challenge
Jantsch, Michael F; Quattrone, Alessandro; O'Connell, Mary; Helm, Mark; Frye, Michaela;
Macias-Gonzales, Manuel; Ohman, Marie; Ameres, Stefan; Willems, Luc; Fuks, Francois;
Oulas, Anastasis; Vanacova, Stepanka; Nielsen, Henrik; Bousquet-Antonelli, Cecile; Motorin,
Yuri; Roignant, Jean-Yves; Balatsos, Nikolaos; Dinnyes, Andras; Baranov, Pavel; Kelly,
Vincent; Lamm, Ayelet; Rechavi, Gideon; Pelizzola, Mattia; Liepins, Janis; Holodnuka
Kholodnyuk, Irina; Zammit, Vanessa; Ayers, Duncan; Drablos, Finn; Dahl, John Arne;
Bujnicki, Janusz; Jeronimo, Carmen; Almeida, Raquel; Neagu, Monica; Costache, Marieta;
Bankovic, Jasna; Banovic, Bojana; Kyselovic, Jan; Valor, Luis Miguel; Selbert, Stefan; Pir,
Pinar; Demircan, Turan; Cowling, Victoria; Schäfer, Matthias; Rossmanith, Walter; Lafontaine,
Denis; David, Alexandre; Carre, Clement; Lyko, Frank; Schaffrath, Raffael; Schwartz,
Schraga; Verdel, Andre; Klungland, Arne; Purta, Elzbieta; Timotijevic, Gordana; Cardona,








Publisher's PDF, also known as Version of record
Document license:
CC BY-NC-ND
Citation for published version (APA):
Jantsch, M. F., Quattrone, A., O'Connell, M., Helm, M., Frye, M., Macias-Gonzales, M., ... Fray, R. (2018).
Positioning Europe for the EPITRANSCRIPTOMICS challenge. RNA biology, 15(6), 829-831.
https://doi.org/10.1080/15476286.2018.1460996
Download date: 03. Feb. 2020
RNA Biology
ISSN: 1547-6286 (Print) 1555-8584 (Online) Journal homepage: https://www.tandfonline.com/loi/krnb20
Positioning Europe for the EPITRANSCRIPTOMICS
challenge
Michael F. Jantsch, Alessandro Quattrone, Mary O'Connell, Mark Helm,
Michaela Frye, Manuel Macias-Gonzales, Marie Ohman, Stefan Ameres,
Luc Willems, Francois Fuks, Anastasis Oulas, Stepanka Vanacova, Henrik
Nielsen, Cecile Bousquet-Antonelli, Yuri Motorin, Jean-Yves Roignant,
Nikolaos Balatsos, Andras Dinnyes, Pavel Baranov, Vincent Kelly, Ayelet
Lamm, Gideon Rechavi, Mattia Pelizzola, Janis Liepins, Irina Holodnuka
Kholodnyuk, Vanessa Zammit, Duncan Ayers, Finn Drablos, John Arne
Dahl, Janusz Bujnicki, Carmen Jeronimo, Raquel Almeida, Monica Neagu,
Marieta Costache, Jasna Bankovic, Bojana Banovic, Jan Kyselovic, Luis Miguel
Valor, Stefan Selbert, Pinar Pir, Turan Demircan, Victoria Cowling, Matthias
Schäfer, Walter Rossmanith, Denis Lafontaine, Alexandre David, Clement
Carre, Frank Lyko, Raffael Schaffrath, Schraga Schwartz, Andre Verdel, Arne
Klungland, Elzbieta Purta, Gordana Timotijevic, Fernando Cardona, Alberto
Davalos, Ester Ballana, Donal O´Carroll, Jernej Ule & Rupert Fray
To cite this article: Michael F. Jantsch, Alessandro Quattrone, Mary O'Connell, Mark Helm,
Michaela Frye, Manuel Macias-Gonzales, Marie Ohman, Stefan Ameres, Luc Willems, Francois
Fuks, Anastasis Oulas, Stepanka Vanacova, Henrik Nielsen, Cecile Bousquet-Antonelli, Yuri
Motorin, Jean-Yves Roignant, Nikolaos Balatsos, Andras Dinnyes, Pavel Baranov, Vincent Kelly,
Ayelet Lamm, Gideon Rechavi, Mattia Pelizzola, Janis Liepins, Irina Holodnuka Kholodnyuk,
Vanessa Zammit, Duncan Ayers, Finn Drablos, John Arne Dahl, Janusz Bujnicki, Carmen
Jeronimo, Raquel Almeida, Monica Neagu, Marieta Costache, Jasna Bankovic, Bojana Banovic,
Jan Kyselovic, Luis Miguel Valor, Stefan Selbert, Pinar Pir, Turan Demircan, Victoria Cowling,
Matthias Schäfer, Walter Rossmanith, Denis Lafontaine, Alexandre David, Clement Carre, Frank
Lyko, Raffael Schaffrath, Schraga Schwartz, Andre Verdel, Arne Klungland, Elzbieta Purta,
Gordana Timotijevic, Fernando Cardona, Alberto Davalos, Ester Ballana, Donal O´Carroll, Jernej
Ule & Rupert Fray (2018) Positioning Europe for the EPITRANSCRIPTOMICS challenge, RNA
Biology, 15:6, 829-831, DOI: 10.1080/15476286.2018.1460996
To link to this article:  https://doi.org/10.1080/15476286.2018.1460996
© 2018 The Author(s). Published by Informa
UK Limited, trading as Taylor & Francis
Group
Accepted author version posted online: 19
Apr 2018.
Published online: 09 May 2018.
Submit your article to this journal 




Citing articles: 1 View citing articles 
COMMENTARY
Positioning Europe for the EPITRANSCRIPTOMICS challenge
Michael F. Jantscha, Alessandro Quattroneb, Mary O’Connellc, Mark Helm d, Michaela Fryee, Manuel Macias-Gonzalesf,
Marie Ohmang, Stefan Ameresh, Luc Willemsi, Francois Fuksj, Anastasis Oulask, Stepanka Vanacovac, Henrik Nielsenl,
Cecile Bousquet-Antonellim, Yuri Motorinn, Jean-Yves Roignanto, Nikolaos Balatsosp, Andras Dinnyesq, Pavel Baranovr,
Vincent Kellys, Ayelet Lammt, Gideon Rechaviu, Mattia Pelizzolav, Janis Liepinsw, Irina Holodnuka Kholodnyukx,
Vanessa Zammity, Duncan Ayersz, Finn Drablos1, John Arne Dahl2, Janusz Bujnicki 3, Carmen Jeronimo 4,
Raquel Almeida5, Monica Neagu6, Marieta Costache7, Jasna Bankovic8, Bojana Banovic9, Jan Kyselovic10,
Luis Miguel Valor13, Stefan Selbert14, Pinar Pir13, Turan Demircan14, Victoria Cowling15, Matthias Sch€afer a,
Walter Rossmanitha, Denis Lafontaine16, Alexandre David17, Clement Carre18, Frank Lyko19, Raffael Schaffrath 20,
Schraga Schwartz21, Andre Verdel22, Arne Klungland2, Elzbieta Purta 4, Gordana Timotijevic9, Fernando Cardonaf,
Alberto Davalos23, Ester Ballana24, Donal OCarroll25, Jernej Ule26 and Rupert Fray27
aMedical University of Vienna, Department of Cell- and Developmental Biology, Vienna, Austria; bUNIVERSITA DEGLI STUDI DI TRENTO, Italy; cCEITEC,
Masaryk University, Brno, Czech Republic; dJohannes Gutenberg Universitat Mainz, Mainz, Germany; eUniversity of Cambridge, Cambridge, United
Kingdom; fHospital Complex of Malaga (Virgen de la Victoria), Malaga, Spain; gStockholm University, Sweden; hIMBA – Institute of Molecular
Biotechnology, Vienna, Austria; iMolecular and Cellular Epigenetics, Interdisciplinary Cluster for Applied Genoproteomics (GIGA), University of Liege,
Sart Tilman, Belgium; jULB-Faculty of Medicine, Brussels, Belgium; kThe Cyprus Institute of Neurology & Genetics (CING), Cyprus; lUniversity of
Copenhagen, Copenhagen, Denmark; mCNRS, University of Perpignan, Perpignan, France; nLorraine University –CNRS Biopole UL, Lorraine, France;
oInstitute of Molecular Biology, Mainz, Germany; pUniversity of Thessaly, Department of Biochemistry and Biotechnology Thessaly, Greece;
qBiotalentum Ltd G€od€oll€o, Hungary; rUniversity College Cork Biochemistry Department, Cork, Ireland; sTrinity College Dublin Trinity Biomedical
Sciences Institute, Dublin, Ireland; tTechnion – Israel institute of technology, Haifa, Israel; uTel Aviv University, Tel Aviv, Israel; vCenter for Genomic
Science of IIT@SEMM, Milano, Italy; wUniversity of Latvia, Riga, Latvia; xRiga Stradins University A.Kirhensteins Institute of Microbiology, Riga, Latvia;
yNational Blood Transfusion Service, St. Luke’s Hospital, Malta; zUniversity of Malta Centre for Molecular Medicine and Biobanking Biomedical sciences,
Malta; 1Norwegian University of Science and Technology Department of Cancer Research and Molecular Medicine, Faculty of Medicine Norwegian,
Trondheim, Norway; 2Oslo University Hospital, Oslo, Norway; 3International Institute of Molecular and Cell Biology in Warsaw, Poland; 4Instituto Por-
tugues de Oncologia do Porto, Porto, Portugal; 5IPATIMUP, Porto, Portugal; 6“Victor Babes” National Institute of Pathology Bucharest, Romania; 7Faculty
of Biology, University o Bucharest, Bucharest, Romania; 8Institute for Biological Research “Sinisa Stankovic”, Belgrade, Serbia; 9Institute of Molecular
Genetics and Genetic Engineering, University of Belgrade, Belgrade, Serbia; 10Faculty of Pharmacy, University of Bratislava, Slovakia; 11Fundacion para
la Gestion de la Investigacion Biomedica de Cadiz, Cadiz, Spain; 12Polygene AG, Z€urich, Switzerland; 13Gebze Technical University, Gebze, Turkey;
14Istanbul Medipol University, Istanbul, Turkey; 15University of Dundee Centre for Gene Regulation and Expression School of Life Sciences, Dundee,
United Kingdom; 16Universite Libre de Bruxelles, Gosselies, Belgium; 17Institut de Genomique Fonctionnelle, Montpellier, France; 18Institut de Biologie
Paris Seine – Pierre et Marie Curie University Institut de Biologie Paris, Paris, France; 19German Cancer Research Center, Heidelberg, Germany; 20Univer-
sity of Kassel, Kassel, Germany; 21Weizmann Institute of Science, Rehovot, Israel; 22Institute for Advanced Bioscience, Grenoble, France; 23Fundacion
IMDEA Alimentacion Ctra. de Canto Blanco, Madrid, Spain; 24Germans Trias i Pujol Research Institute, Barcelona, Spain; 25University of Edinburgh MRC
Centre for Regenerative Medicine, Edinburgh, United Kingdom; 26The Francis Crick Institute, London, United Kingdom; 27University of Nottingham
School of Biosceinces, Nottingham, United Kingdom
ARTICLE HISTORY
Received 29 March 2018
Accepted 29 March 2018
ABSTRACT
The genetic alphabet consists of the four letters: C, A, G, and T in DNA and C,A,G, and U in RNA. Triplets of
these four letters jointly encode 20 different amino acids out of which proteins of all organisms are built.
This system is universal and is found in all kingdoms of life. However, bases in DNA and RNA can be
chemically modiﬁed. In DNA, around 10 different modiﬁcations are known, and those have been studied
intensively over the past 20 years. Scientiﬁc studies on DNA modiﬁcations and proteins that recognize
them gave rise to the large ﬁeld of epigenetic and epigenomic research. The outcome of this intense
research ﬁeld is the discovery that development, ageing, and stem-cell dependent regeneration but also
several diseases including cancer are largely controlled by the epigenetic state of cells. Consequently, this
research has already led to the ﬁrst FDA approved drugs that exploit the gained knowledge to combat
disease. In recent years, the ~150 modiﬁcations found in RNA have come to the focus of intense research.
Here we provide a perspective on necessary and expected developments in the fast expanding area of
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Epitranscriptomics, an expanding research area with great
potential for biomedicine, biotechnology and crop
production.
In contrast to DNA modiﬁcations, nucleotide modiﬁcations
in RNA are far more diverse and abundant, with more than
140 modiﬁcations known to date. Modiﬁcations in RNA can
change the coding of messenger RNAs (mRNAs) and therefore
diversify genetic information. Most RNA modiﬁcations cannot
be identiﬁed by traditional sequencing methods. Thus, despite
huge investments in RNA Seq, we are still missing an important
layer of cellular diversity. Modiﬁcations can also affect the
processing/splicing, localization, stability, turnover, or transla-
tion of mRNAs. Importantly, RNA modiﬁcations can be
applied transiently, allowing a fast response to changing cellular
or environmental conditions. Lastly, similar to the ﬁndings of
epigenetics research in DNA, groups of proteins have been
identiﬁed that speciﬁcally recognize and bind modiﬁed nucleo-
tides thereby affecting the fate of RNA.
Not all RNA modiﬁcations can be synthesized by the organ-
isms in which they are found, but can be delivered as a nutrient
by the microbiome, therefore regulating host-microbe interac-
tions. Revealing the mechanisms of speciﬁc uptake of these
chemical “precursors” and their installation as RNA modiﬁca-
tions will not only provide information on the metabolism of
these substances and cellular pathways, but likely reveal new
diseases linked to the machineries involved. RNA modiﬁcation
can also be involved in cell-to-cell horizontal transfer of infor-
mation mediated by extracellular vesicles.
Most importantly, changes in RNA modiﬁcations have been
recognized as being the cause of several diseases ranging from
immune disorders, over neuromuscular defects, to cancer.
Already this knowledge is used and methods that aim at redi-
recting speciﬁc modiﬁcations to clinically relevant sites are
being tested.
Thus, today, 30 years after the advent of molecular research
in epigenetics, we anticipate a similar, if not bigger explosion in
Epitranscriptome research with even a larger impact on biomed-
ical, pharmaceutical, livestock, and agricultural developments.
International development: A wakeup call for Europe
Indeed, several countries have already recognized the potential
impact of this new research area. For instance, the NIH in the
USA has opened two specialized calls to explore the impact of the
epitranscriptome on cancer (https://grants.nih.gov/grants/guide/
pa-ﬁles/PA-16-177.html) and on brain development (https://
grants.nih.gov/grants/guide/pa-ﬁles/PAR-17-152.html).
Similarly, Germany has one running and one starting joint
research project on the Chemical Biology of Epigenetic Modiﬁ-
cations and Chemical Biology of native Nucleic Acid Modiﬁca-
tions, to name a few. The large interest in epitranscriptome
research is also reﬂected by the number of reviews on this topic
in the major scientiﬁc journals, now almost appearing on a
monthly basis.
Thus the international development makes it clear that Epi-
transcriptome research is an emerging ﬁeld with high potential.
With some international and many national institutions rush-
ing ahead, it is of utmost importance for European science
development to establish coordinated funding at the European
level.
A COST Action consortium on the Epitranscriptome
termed “EPITRAN” (European Epitrancriptomics Network)
has already been launched in 2017 with the aim to coordinate a
synergistic network of Epitranscriptome research at the Euro-
pean level and to generate the awareness required to acquire
European funding on this topic. It currently counts 26 member
states and 60 management members. Already in its ﬁrst year,
three networking events are being organized.
The impact of a coordinated European
Epitranscriptome network
Coordinated European Epitranscriptome research will affect
health, wealth, nutrition and the environment within
Europe. The dramatic increase in the number of diseases
shown to be linked to changes in RNA modiﬁcations indi-
cates major impact in virtually all ﬁelds of life and health
science. Developing novel methods for the detection of
modiﬁcation patterns or tools for the manipulation of rele-
vant modiﬁcations will provide the basis for the develop-
ment of new diagnostics and therapeutics. Here we list the
most prominent areas already known to be impacted by
RNA modiﬁcations where an obvious proﬁt from increased
efforts in R&D is foreseeable:
Biomarkers, diagnostics & personalized medicine
 The recognition that cellular differentiation, cancer but
also speciﬁc diseases of the immune or the neuromuscu-
lar system are associated with or even caused by altered
RNA modiﬁcations indicates that improved tools for the
detection of epitranscriptomic marks as biomarkers will
be of great diagnostic value.
 Altered mitochondrial tRNA modiﬁcations are a frequent
underlying cause of neuromuscular disorders. Future
therapies will rely on the targeted restoration of missing
or misplaced marks.
 Changes in cytoplasmic tRNA modiﬁcations are disease
related and a frequent cause of neuropathies such as ALS
or epilepsy. These can be used for diagnostics and as spe-
ciﬁc targets for novel therapies.
Drug development
 Understanding the machineries and factors that intro-
duce, remove, or read RNA modiﬁcations will allow their
inhibition by the development of novel drugs with phar-
maceutical value (e.g. novel antibiotics, antifungal, anti
antiprotozoal therapies).
 Changes in the modiﬁcation patterns of transformed cells
can be exploited to develop speciﬁc and personalized
drugs, e.g. drags that target the “cancer ribosome”.
 Elucidating the type, distribution, and occurrence of epi-
transcriptomic modiﬁcations in pathogens and their
hosts will allow the development of novel vaccines or
antibiotics.
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 RNA modiﬁcations will be important to bypass resistance
against existing antibiotics but also to develop novel
antibiotics.
 Site directed removal or addition of modiﬁcations can be
used to affect the fate and coding potential of therapeuti-
cally important RNAs.
 Similarly, undesired immune responses against nucleic
acids can be shielded by applying the appropriate modiﬁ-
cations to facilitate nucleic acids based therapies.
Agriculture
 A better understanding of the proteins that read the epi-
transcriptomic marks will provide opportunities for
breeding of more resilient crops. For example, the tran-
scripts from a particular set of genes may always be
“tagged” by an epitranscriptomic mark, but whether this
causes preferential translation, storage or degradation
could be dependent on modiﬁcations to the readers
which could take place within seconds of an environmen-
tal stress signal.
 From an environmental perspective it is clear that altered
modiﬁcations can be found associated with stress responses
and altered environmental conditions. In times where cli-
mates are becoming more extreme and crops need to be
more resistant, RNA modiﬁcations will become an impor-
tant factor for the understanding but also manipulation of
stress response, both in plants and inmetazoan systems.
Nutrition
 Given that precursors of modiﬁcations are provided
through nutrients, translational efﬁciency and ﬁdelity can
be affected by directed alteration of nutrients.
Biotechnology
 Improved sequencing technologies will allow Biotech
companies to explore new markets for the detection of
epitranscriptomic marks.
 Orthogonal translation for the speciﬁc labeling or genera-
tion of novel proteins may be further developed by expand-
ing the ribosomal and tRNAmodiﬁcation repertoire.
 Biotechnology will proﬁt from the development of
improved protein translation machineries by manipulat-
ing both ribosomes and mRNAs.
RNA modiﬁcations will be used to develop improved biotech-
niques for synthesis and analysis of RNA molecules.
European excellence
 Concentrating excellent Epitranscriptome research in
Europe will not only create a world-leading scientiﬁc
research community on this topic, but also lead to the
establishment of new startups and attract industrial part-
ners, e.g. pharmaceutical companies, thereby creating a
large number of jobs in this industry.
Outlook
It is clear that a new era of research on RNA modiﬁcations has
already begun. Europe needs to concentrate forces in a syner-
gistic manner by coordinating efforts of the leading groups in
this ﬁeld, so as to catch up with other worldwide research ini-
tiatives. It is already foreseeable that this Epitranscriptomic era
will change our understanding of many aspects of biology, bio-
medicine, agriculture, and ecology. Importantly, new standard-
ized tools for epitranscriptome research but also standardized
bioinformatics solutions have to be developed with biotechnol-
ogy companies and software developers to allow comparable
and compatible research outcomes and dissemination of high-
throughput data. Similarly, links with pharmaceutical and agri-
cultural industries need to be strengthened to allow translation
of the gained knowledge into biomarker development, diagnos-
tics, drug development, and novel crop production.
Joint research projects will enable Europe to stay ahead of
these novel developments, tackle upcoming research challenges,
and provide appropriate trainings for a new generation of sci-
entists, pharmaceutical and agricultural researchers. Coordi-
nated research efforts will therefore allow Europe to take
maximum advantage of novel developments and therefore
position itself as a leader in the development of novel bio-
markers, therapies, and nutrients.
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